implies the variance component parameters associated with two clusters collapsed for these traits and thus results are reported assuming existence of only one cluster of non-null SNPs.
b Standard errors. c Cluster 1 and d cluster 2 refer to the two components for the normal-mixture model for effect-sizes for non-null SNPs where cluster 1 corresponds to the component with larger variance-component parameter.
e Total heritability is defined as ℎ " = ' ) ) " + (1 − ) ) " " = ℎ ) " + ℎ " " , where is the total number of SNPs in the Hapmap3 panel, ' is the proportion of susceptibility SNPs, ) is the proportion of SNPs in the 1 st cluster among all the susceptibility SNPs, and ) " and " " are the variance estimates corresponding to each cluster -this definition corresponds to heritability in observed scale for continuous traits and in log-odds-ratio scale for disease traits.
f N/A
